Molecular characteristics of the N-terminal region of the quail follitropin receptor.
We determined the primary structure of follitropin receptor (FSH-R) at its N-terminal extracellular domain, which is the key region of specific hormone binding in avian (quail) species. In this region, quail FSH-R showed about 70% homology with mammalian FSH-Rs at the level of predicted amino acid sequences. The leucine-rich repetitive motif which is conserved in all mammalian FSH-Rs was also detected in the quail FSH-R. However, some unique amino acid replacements were found at the positions of cystein residues and potential N-linked glycosylation sites. The sequence of the quail lutropin receptor (LH-R) previously defined by us showed a homology between FSH-R and LH-R of 47.4%. This value is close to those between mammalian FSH-Rs and LH-Rs, which in the corresponding region are human, 50.3%; rat, 50.9%.